Copy number variation in the autism genome.
Autism spectrum disorders (ASDs) are among the most heritable of all neurodevelopmental disorders. Despite intense research there has been limited success in deciphering the etiology of ASDs. It has been shown that chromosomal rearrangements play an important role in ASDs. The recent development of techniques to screen the genome for genetic variation at ever-higher resolution has led to some crucial discoveries over the last year. This progress is described and discussed. This review provides an overview of genetic variation studies in ASD, with a focus on structural genetic variation. Screening for copy number variation is an important approach in ASD research. With the introduction of next-generation sequencing, the pace of ASD genetics will increase in the near future.